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FIGURE 1 



TTCGCCCTTCTGTGCTCTGCCTCTGAGGAGACCATGGCCCAGTATCTGAGTACCCTGCTGCTCCTGCTGGCCAC 
CCTAGCTGTGGCCCTGGCCTGGAGCCCCAAGGAGGAGGATAGGATAATCCCGGGTGGCATCTATAACGCAGACC 
TCAATGATGAGTGGGTACAGCGTGCCCTTCACTTCGCCATCAGCGAGTATAACAAGGCCACCAAAGATGACTAC 
TACAGACGTCCGCTGCGGGTACTAAGAGCCAGGCAACAGACCGTTGGGGGGGTGAATTACTTCTTCGACGTAGA 
GGTGGGCCGAACCATATGTACCAAGTCCCAGCCCAACTTGGACACCTGTGCCTTCCATGAACAGCCAGAACTGC 
AGAAGAAACAGTTGTGCTCTTTCGAGATCTACGAAGTTCCCTGGGAGAACAGAAGGTCCCTGGTGAATTCCAGG 
TGTCAAGAAGCC TAG GGAAGGGCGA 
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FIGURE 2 



GCCTCCGAGGAGACCATGGCCTGGCCCCTGTGCACCCTGCTGCTCCTGCTGGCCACCCAGGCTGTGGCCCTGGC 
CTGGAGCCCCCAGGAGGAGGACAGGATAATCGAGGGTGGCATCTATGATGCAGACCTCT^ATGATGAGCGGGTAC 
AGCGTGCCCTTCACTTTGTCATCAGCGAGTATAACAAGGCCACTGAAGATGAGTACTACAGACGCCTGCTGCGG 
GTGCTACGAGCCAGGGAGCAGATCGTGGGCGGGGTGAATTACTTCTTCGACATAGAGGTGGGCCGAACCATATG 
TACCAAGTCCCAGCCCAACTTGGACACCTGTGCCTTCCATGAACAGCCAGAACTGCAGAAGAAACAGTTGTGCT 
CTTTCCAGATCTACGAAGTTCCCTGGGAGGACAGAATGTCCCTGGTGAATTCCAGGTGTCAAGAAGCCTAGGGA 
TCTGTGCCAGGGAGTCACACTGACCACCTCCTACTCCCACCCCTTGTAGTGCTCCCACCCCTGGACTGGTGGCC 
CCCACCCTGTGGGAGGTCTCCCCATGCACCTGCAGCAGGAGAAGACAGAGAAGGCTGCAGGAGGCCTTTGTTGC 
TCAGCAGGGGACTCTGCCCTCCCTCCTTCCTTTTGCTTCTCATAGCCCTGGTACATGGTACACACACCCCCACC 
T C C T GC AAT T AAAC AG T AG C AT C AC C T C 
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FIGURE 3 



GGAAGGCAGCGGCAGCTCCACTCAGCCAGTACCCAGATACGCTGGGAACCTTCCCCAGCC ATG GCTTCCCTGGG 
GCAGATCCTCTTCTGGAGCATAATTAGCATCATCATTATTCTGGCTGGAGCAATTGCACTCATCATTGGCTTTG 
GTATTTCAGGGAGACACTCCAT.CACAGTCACTACTGTCGCCTCAGCTGGGAACATTGGGGAGGATGGAATCCTG 
AGCTGCACTTTTGAACCTGACATCAAACTTTCTGATATCGTGATACAATGGCTGAAGGAAGGTGTTTTAGGCTT 
GGTCCATGAGTTCAAAGAAGGCAAAGATGAGCTGTCGGAGCAGGATGAAATGTTCAGAGGCCGGACAGCAGTGT 
TTGCTGATCAAGTGATAGTTGGCAATGCCTCTTTGCGGCTGAAAAACGTGCAACTCACAGATGCTGGCACCTAC 
AAATGTTATATCATCACTTCTAAAGGCAAGGGGAATGCTAACCTTGAGTATAAAACTGGAGCCTTCAGCATGCC 
GGAAGTGAATGTGGACTATAATGCCAGCTCAGAGACCTTGCGGTGTGAGGCTCCCCGATGGTTCCCCCAGCCCA 
CAGTGGTCTGGGCATCCCAAGTTGACCAGGGAGCCAACTTCTCGGAAGTCTCCAATACCAGCTTTGAGCTGAAC 
TCTGAGAATGTGACCATGAAGGTTGTGTCTGTGCTCTACAATGTTACGATCAACAACACATACTCCTGTATGAT 
TGAAAATGACATTGCCAAAGCAACAGGGGATATCAAAGTGACAGAATCGGAGATCAAAAGGCGGAGTCACCTAC 
AGCTGCTAAACTCAAAGGCTTCTCTGTGTGTCTCTTCTTTCTTTGCCATCAGCTGGGCACTTCTGCCTCTCAGC 
CCTTACCTGATGCTAAA ATAA TGTGCCTTGGCCACAAAAAAGCATGCAAAGTCATTGTTACAACAGGGATCTAC 
AGAACTATTTCACCACCAGATATGACCTAGTTTTATATTTCTGGGAGGAAATGAATTCATATCTAGAAGTCTGG 
AG T GAGC AAAC AAGAG C AAG AAAC AAAAAG AAG C C AAAAG C AG AAGG C T C C AAT AT G AAC AAGAT AAAT C T ATC 
TTCAAAGACATATTAGAAGTTGGGAAAATAATTCATGTGAACTAGACAAGTGTGTTAAGAGTGATAAGTAAAAT 
GCACGTGGAGACAAGTGCATCCCCAGATCTCAGGGACCTCCCCCTGCCTGTCACCTGGGGAGTGAGAGGACAGG 
ATAGTGCATGTTCTTTGTCTCTGAATTTTTAGTTATATGTGCTGTAATGTTGCTCTGAGGAAGCCCCTGGAAAG 
TCTATCCCAACATATCCACATCTTATATTCCACAAATTAAGCTGTAGTATGTACCCTAAGACGCTGCTAATTGA 
CTGCCACTTCGCAACTCAGGGGCGGCTGCATTTTAGTAATGGGTCAAATGATTCACTTTTTATGATGCTTCCAA 
AGGTGCCTTGGCTTCTCTTCCCAACTGACAAATGCCAAAGTTGAGAAAAATGATCATAATTTTAGCATAAACAG 
AG C AG T C G G G G AC AC C GAT T T TAT AAAT AAAC T GAG C AC CTTCTTTT T AAAC AAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 4 

MAQYLSTLLLLLATLAVALAWS PKEEDRI I PGGI YNADLNDEWVQRALHFAI SEYNKATKDDYYRRPLRVLRAR 
QQTVGGVNYFFDVEVGRTICTKSQPNLDTCAFHEQPELQKKQLCSFEI YEVPWENRRSLVNSRCQEA 

Signal sequence, 
amino acids 1-20 

Tyrosine kinase phosphorylation site, 
amino acids 57-64 

N-myristoylation sites, 
amino acids 32-37, 33-38 

Myb DNA-binding domain repeat signature 1. 
amino acids 21-29 

Cystatin domain, 
amino acids 32-137 
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FIGURE 5 

MAWPLCTLLLLLATQAVALAWSPQEEDRI IEGGI YDADLNDERVQRALHFVISEYNKATEDEYYRRLLRVLRAR 
EQIVGGVNYFFDIEVGRTICTKSQPNLDTCAFHEQPELQKKQLCSFQIYEVPWEDRMSLVNSRCQEA 

Signal sequence, 
amino acids 1-20 

Tyrosine kinase phosphorylation sites, 
amino acids 28-35, 57-64 

N-myristoylation site, 
amino acids 33-38 

Myb DNA-binding domain repeat signature 1. 
amino acids 21-29 

Cystatin domain, 
amino acids 32-137 
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FIGURE 6 

MASLGQILFWSIISII IILAGAIALIIGFGISGRHSITVTTVASAGNIGEDGILSCTFEPDIKLSDIVIQWLKE 
GVLGLVHEFKEGKDELSEQDEMFRGRTAVFADQVIVGNASLRLKNVQLTDAGTYKCYIITSKGKGNANLEYKTG 
AFSMPEVNVDYNASSETLRCEAPRWFPQPTVVWASQVDQGANFSEVSNTSFELNSENVTMKVVSVLYNVTINNT 
YSCMIENDIAKATGDIKVTESEIKRRSHLQLLNSKASLCVSSFFAISWALLPLSPYLMLK 

Signal peptide, 
amino acids 1-28 

Transmembrane domain, 
amino acids 258-281 

N-glycosylation sites. 

amino acids 112-116, 160-164, 190-194, 196-200, 205-209, 216-220, 220-224 

N-myristoylation sites. 

amino acids 52-58, 126-132, 188-194 

Immunoglobulin domain, 
amino acids 49-132 



